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Score E 

Sequences producing significant alignments: (Bits) Value 

gi 1 40317614 | ref | NM 02 0182 . 3 | Homo sapiens transmembrane, pros... 1322 0.0 I 

gi 1 40317615 I ref 1 NM 199169. l| Homo sapiens transmembrane, pros... 1322 0.0 I 

gi 1 40317619 1 ref [NM 199171. l| Homo sapiens transmembrane, pros... 1322 0.0 I 

gi [40317617 | ref |NM 199170. l| Homo sapiens transmembrane, pros... 1322 0.0 I 

gi I 504 92890 | emb|CR612 083 . 1 1 full-length cDNA clone CS0DJ015YF . . . 1322 0.0 I 

gi | 1630374 1 | gb | AF3 05616. 1 1AF3 05616 Homo sapiens STAG1/PMEPA1 mRN 1322 0.0 1 

gi | 2212 1998 | gb | AY12 8643 . 1 1 Homo sapiens PMEPA1 variant A protein 1322 0.0 1 

gi 1 92 55 808 | gb | AF224278 . 1 1 AF2242 7 8 Homo sapiens PMEPA1 protein (P 1322 0.0 I 

gi 1 16198474 | gb 1 BC015 918 . 1 [ Homo sapiens transmembrane, prosta. . . 1314 0.0 I 

gi 1 51593770 |gb|BC080635 . 1 | Homo sapiens transmembrane, prosta... 1298 0.0 1 

gi 1 1154 6043 | emblAL03 5541. 15 | HS718J7 Human DNA sequence from c... 1039 0.0 0 

gill5824468| gb | AF3 0542 6 . 1 | AF3 0542 6 Homo sapiens solid tumor-a... 1039 0.0 

gi|55652999|ref |XM 514746. l| PREDICTED: Pan troglodytes LOC4583 6 995 0.0 E 

gi | 73992626 | ref | XM 543070. 2| PREDICTED: Canis familiaris simi... 872 0.0 E 

gi|82524234[ emb | CR956367 . 12 | Pig DNA sequence from clone PigE . . . 644 0.0 

gi 1 18605637 |gblBC02 3 092 . 1 | Mus musculus cDNA clone IMAGE : 3 98 9996 531 le-147 1 

gi I 23 331176 [gb | BC03 6995 . 1 1 Mus musculus transmembrane, prosta... 531 le-147 E 

gi | 12 8434 88 | dbj | AK0 08 976 . 1 1 Mus musculus adult male stomach c... 529 5e-147 E 

gi | 62 02 742 9 | gb|BC092 0 94 .ll Mus musculus cDNA clone IMAGE : 3153 171 529 5e-147 E 

gi|47124388|gb| BC0698 90 . 1 | Mus musculus transmembrane, prosta... 529 5e-147 E 

gi | 3134 0603 | ref | NM 022 995 . 2 | Mus musculus transmembrane, pros... 529 5e-147 E 

gi | 742 01952 | dbj | AK13 6450. 1 [ Mus musculus adult male colon cDN. . . 521 le-144 E 

gij62646459|ref |XM 230899. 3| PREDICTED: Rattus norvegicus tra... 464 2e-127 E 

gi | 12 004973 |gb|AF22 02 08.l|AF22 02 08 Mus musculus Nedd4 WW doma . . . 450 3e-123 E 

gi | 82887825 | ref |XM 913670. l| PREDICTED: Mus musculus similar ... 424 2e-115 E 

gi|32398588| emb | AL837509 . 11 | Mouse DNA sequence from clone RP. . . 418 le-113 

gi | 5313 3 895 | emb | AJ72 0618 . 1 | Gallus gallus mRNA for hypothetical 303 5e-79 E 

gi|71895608|ref |NM 001031492. l| Gallus gallus similar to Tran... 303 5e-79 E 

gi | 7161781 | emb | AL121913 . 4 | HSJ1059L7 Human DNA sequence from c... 182 le-42 

gi|73945987|ref | XM 541100. 2| PREDICTED: Canis familiaris hypo... 178 2e-41 E 

gi|76651938[ref |XM 588908. 2| PREDICTED: Bos taurus hypothetical 168 2e-3 8 E 

gi|7663311l|ref [XM 869738. l| PREDICTED: Bos taurus similar to... 163 le-36 E 

gi|68384134|ref |XM 679680. l| PREDICTED: Danio rerio similar t... 157 7e-35 E 

gi I 3179054 9 | emb |BX005347 . 5 I Zebrafish DNA sequence from clone... 157 7e-35 

gi|3455629l| gb | AC111069 . 9 | Mus musculus chromosome 18, clone ... 137 7e-29 

gi [2 6342572 I dbj |AK052 33 8.l| Mus musculus 13 days embryo heart... 137 7e-29 E 

gi|26333688| dbj | AK04 02 89 . 1 1 Mus musculus 0 day neonate thymus... 137 7e-29 E 

gi | 184 90514 |gblBC022716. 1 | Mus musculus DNA segment, Chr 18, ... 137 7e-29 E 

gi|31324574|ref [NM 172631. 2[ Mus musculus DNA segment, Chr 18... 137 7e-29 E 

gi | 662 7233 8 |gb|BC0963 71 . 1 | Mus musculus DNA segment, Chr 18, ... 137 7e-29 E 
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ref|XM 512194.1 | PREDICTED: Pan troglodytes simil. 



qblBC030199.l| Homo sapiens chromosome 18 open re. 



qblBC029958. 1 | Homo sapiens chromosome 18 open re. 

Homo sapiens chromosome 18 op. 
Homo sapiens chromosome 18 op. 



ref 



ref 



ref 



ref 



ref 



ref 



dbj 



NM 001003675. l| 



NM 001003674 . 1 | 



NM 004338 . 2 | Homo sapiens chromosome 18 open . 

NM 181483 . 2 | Homo sapiens chromosome 18 open . 

NM 181482 . 2 | Homo sapiens chromosome 18 open . 

NM 181481 . 2 | Homo sapiens chromosome 18 open . 

AK055028 . 1 1 Homo sapiens cDNA FLJ3 04 66 fis, c. 



22 71474 |gb|AF00 9427 .1 IAF00 9427 Homo sapiens clone 22 mRNA, 



22 71472 |gblAF00942 6. 1 |AF00 942 6 Homo sapiens clone 22 mRNA, 



22 7147 0 |gb| AF00942 5 . 1 [AF00 9425 Homo sapiens clone 2 2 mRNA, 



2271468 [qb | AF009424 . 1 |AF0 0 9424 Homo sapiens clone 22 mRNA, 
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dbj | AP001010 . 4 | Homo sapiens genomic DNA, chromos . 
ref |XM 694964 . 1 | PREDICTED: Danio rerio similar t. 
ref|XM 686039. l| PREDICTED: Danio rerio hypotheti . 



emb | AL928820 . 8 | Zebrafish DNA sequence from clone. 
gb | BC066971 . 1 | Homo sapiens chromosome 18 open re. 
emb | AJ720368 . 1 | Gallus gallus mRNA for hypothetical 
ref|NM 001031013. l| Gallus gallus similar to Protein 



emb | AL837520 .26 | Mouse DNA sequence from clone RP. 



qb|BC076211.l| Danio rerio zgc:92731, mRNA (cDNA ... 
ref |NM 001002580.1 1 Danio rerio zgc : 92731 (zgc: 92731 



dbj | AK020227 . 1 | Mus musculus 15 days embryo embry. 



gb [ AY803104 . 1 1 Sus scrofa chromosome 17 clone pkmCon 
ref |XM 311847.2 | Anopheles gambiae str. PEST ENSA. . . 
ref [XM 563067 . 1 | Anopheles gambiae str. PEST ENSA. 



gb|AC155164.5| Mus musculus BAC clone RP24-74L7 f... 
emb | BX088564 . 10 | Zebrafish DNA sequence from clon... 
gb | AC087063 . 20 | Mus musculus strain C57BL/6J clon... 
gb | CP000133 . 1 | Rhizobium etli CFN 42, complete genom 



emb | AJ3 2 8635 . 1 |HSA32 8635 Homo sapiens genomic seq. 



33 37310 | gb | ACQ 052 84 . 1 | ACQ 052 84 Homo sapiens chromosome 17,. 
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Alignments 

Homo sapiens transmembrane, prostate androgei 



>□ gi I 4 0317614 | ref |NM 020182. 3| 
transcript variant 1, mRNA 
Length=4 93 0 

Score - 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%), Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 2 33 
Sbjct 567 626 

Query 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 
Sbjct 627 686 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

http://wv^.ncbi.nlm.nih.gov/BLAST/Blast.cgi 2/21/06 
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Sbjct 687 
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Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 4 13 

Sbjct 747 806 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 4 73 

Sbjct 807 866 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 867 926 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 

Sbjct 927 986 

Query 5 94 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 987 1046 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 1047 1106 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 1107 1166 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 833 

Sbjct 1167 1226 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 

Sbjct 1227 1254 



Score = 188 bits (95) , Expect = 2e-44 
Identities = 95/95 (100%) , Gaps = 0/95 (0%) 
Strand=Plus/Plus 

Query 4 7 GGCAGCCCAATGTCTCCTGCACGTGCAACTGCAAACGCTCTTTGTTCCAGAGCATGGAGA 106 
Sbjct 440 499 

Query 107 TCACGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 500 534 



Score = 56.0 bits (28), Expect = 2e-04 
Identities = 28/28 (100%) , Gaps = 0/28 (0%) 
Strand=Plus/Plus 

Query 1 ATGCACCGCTTGATGGGGGTCAACAGCA 2 8 
Sbjct 394 421 



>D gi|40317615[ref|NM 199169 . 1 1 liilE] Homo sapiens transmembrane, prostate androgen : 

transcript variant 2, mRNA 

Length=4538 

Score = 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%) , Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 23 3 
Sbjct 175 234 

Query 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 
Sbjct 235 294 



Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 2/21/06 
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354 



Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 355 414 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 4 73 

Sbjct 415 474 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 475 534 

Que ry 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 5 93 

Sbjct 535 594 

Query 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 595 654 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 655 714 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 715 774 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 83 3 

Sbjct 775 . 834 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 

Sbjct 835 862 



Score = 63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%) , Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Query 110 CGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 111 142 



> U qi|40317619|ref |NM 199171. l| Homo sapiens transmembrane, prostate androgei 

transcript variant 4, mRNA 

Length=4590 

Score = 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%), Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 23 3 

Sbjct 227 286 

Query 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 287 346 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

Sbjct 347 406 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 407 466 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 467 526 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 527 586 
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Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 

Sbjct 587 646 

Query 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 647 706 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 707 766 

Que ry 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 767 826 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 83 3 

Sbjct *827 886 

Que ry 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 

Sbjct 887 914 



Score =63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Que ry 110 CGGAGCTGGAGTTTGTTCAGATCATCATC ATC 141 
Sbjct 163 194 



> D qi I 40317617 1 ref |NM 199170. l| ISIEI Homo sapiens transmembrane, prostate androgen : 

transcript variant 3, mRNA 

Length=4531 

Score = 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%) , Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 233 

Sbjct 168 227 

Que ry 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 228 287 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

Sbjct 288 347 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 348 407 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 408 467 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 53 3 

Sbjct 468 527 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 

Sbjct 528 587 

Query 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 588 647 

Que ry 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 648 707 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 708 767 

http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 2/2 1/06 
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Que ry 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 83 3 

Sbjct 768 827 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 
Sbjct 828 855 

Score =63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Query 110 CGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 104 135 

> D qi I 504 92 890 [emb | CR612 083 . 1 1 10 full-length cDNA clone CS0DJ015YF12 of T cells (Ji 

Cot 10 -normalized of Homo sapiens (human) 

Length=901 

Score = 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%) , Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 23 3 

Sbjct 6 65 

Query 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 66 125 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 3 53 

Sbjct 126 185 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 186 245 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 246 305 

Que ry 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 306 365 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 

Sbjct 366 425 

Query 5 94 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 426 485 

Que ry 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 486 545 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 546 605 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 833 

Sbjct 606 665 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 
Sbjct 666 693 



> G gi 1 16303741 1 gblAF305616.1 |AF305616 HI 
Length=4839 



Homo sapiens STAG1/PMEPA1 mRNA, complet 
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Score = 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%), Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 233 
Sbjct 494 553 

Query 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 
Sbjct 554 613 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 
Sbjct 614 673 

Query 3 54 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 
Sbjct 674 733 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 
Sbjct 734 793 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 53 3 
Sbjct 794 853 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 
Sbjct 854 913 

Query 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 
Sbjct 914 973 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 
Sbjct 974 1033 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 
Sbjct 1034 1093 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 83 3 
Sbjct 1094 1153 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 
Sbjct 1154 1181 

Score = 188 bits (95) , Expect = 2e-44 
Identities = 95/95 (100%), Gaps = 0/95 (0%) 
Strand=Plus/Plus 

Query 4 7 GGCAGCCCAATGTCTCCTGCACGTGCAACTGCAAACGCTCTTTGTTCCAGAGCATGGAGA 106 
Sbjct 367 426 

Query 107 TCACGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 427 461 

Score = 56.0 bits (28), Expect = 2e-04 
Identities = 28/28 (100%), Gaps = 0/28 (0%) 
Strand=Plus/Plus 

Que ry 1 ATGCACCGCTTGATGGGGGTCAACAGCA 2 8 
Sbjct 321 348 



> [j qi | 22121998 |qbl AY12 8643 .1 1 
Length=1818 



Homo sapiens PMEPA1 variant A protein mRNA, cor 



http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi 



2/21/06 



RID=1 140558082-32062-97435568291. BLASTQ4, Page 9 of 37 

Score = 1322 bits (667), Expect = 0.0 

Identities = 688/688 (100%) , Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 233 

Sbjct 168 227 

Que ry 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 228 287 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

Sbjct 288 347 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 348 407 

Query 4 14 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 4 73 

Sbjct 408 467 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 468 527 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 

Sbjct 528 587 

Query 5 94 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 588 647 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 648 707 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 708 767 

Que ry 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 833 

Sbjct 768 827 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 

Sbjct 828 855 



Score = 63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Query 110 CGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 104 135 



> Ij gi I 9255808 [qb | AF2242 78 . 1 [AF2242 78 IsUeI Homo sapiens PMEPA1 protein (PMEPA1) mRJ 



Length=1141 

Score = 1322 bits (667), Expect = 0.0 
Identities = 688/688 (100%) , Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Que ry 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 233 
Sbjct 164 223 

Que ry 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 
Sbjct 224 283 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 3 53 
Sbjct 284 343 
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Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 344 \ 403 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 404 463 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 464 523 

Que ry 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 5 93 

Sbjct 524 583 

Query 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 584 643 

Que ry 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 644 703 

Query 7 14 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 704 763 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 83 3 

Sbjct 764 823 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 

Sbjct 824 851 



Score =63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Que ry 110 CGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 100 131 



> D gi 1 161984 74 | gb | BC015918 . 1 1 Homo sapiens transmembrane, prostate androgen 

(cDNA clone IMAGE : 4559576) , partial cds 
Length=1061 

Score = 1314 bits (663), Expect = 0.0 
Identities = 687/688 (99%) , Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 23 3 

Sbjct 154 213 

Query 2 34 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 214 273 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

Sbjct 274 333 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 334 393 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 394 G 453 

Query 4 74 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 454 513 



Que ry 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 
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573 



Query 5 94 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 574 633 

Que ry 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 634 693 

Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 694 753 

Que ry 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 833 

Sbjct 754 813 

Query 834 GAAGGATAAACAGAAAGGACACCCTCTC 861 

Sbjct 814 841 



Score = 188 bits (95) , Expect = 2e-44 
Identities = 95/95 (100%) , Gaps = 0/95 (0%) 
Strand=Plus/Plus 

Que ry 4 7 GGCAGCCCAATGTCTCCTGCACGTGCAACTGCAAACGCTCTTTGTTCCAGAGCATGGAGA 106 
Sbjct 27 86 

Query 107 TCACGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 87 121 



> □ qi 1 51593 77 0 | qb | BCO 80635 . 1 1 IB1EI Homo sapiens transmembrane, prostate androgen inc 
variant 2, mRNA (cDNA clone MGC:99523 IMAGE : 6569922 ) , 
complete cds 
Length=1060 

Score = 1298 bits (655), Expect = 0.0 
Identities = 685/688 (99%), Gaps = 0/688 (0%) 
Strand=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 23 3 

Sbjct 153 T 212 

Que ry 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 213 272 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

Sbjct 273 332 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 333 392 

Query 414 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 393 G G 452 

Query 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 533 

Sbjct 453 512 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 5 93 

Sbjct 513 572 

Query 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 573 632 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 633 692 
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Query 714 CTACCCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGG 773 

Sbjct 693 752 

Query 774 GACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGA 833 

Sbjct 753 812 

Query 834 GAAGGATAAACAGAAAGGACACC CTCTC 861 

Sbjct 813 840 



Score =63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Que ry 110 CGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 89 120 



> □ qi I 11546043 | emb | AL03 554 1 . 15 [HS718J7 I3u] Human DNA sequence from clone RP4-718J7 

Contains the PCK1 gene for soluble phosphoenolpyruvate 

carboxykinase 1, the ZBP1 gene for Z-DNA binding protein 

1, the 3' end of the TMEPAI gene for transmembrane prostate 

androgen induced mRNA, two putative novel genes, the 5' end 

of the CTCFL gene for CCCTC-binding factor (zinc finger) -like 

and a CpG island, complete sequence 

Length=130435 

Score = 1039 bits (524), Expect = 0.0 
Identities = 545/545 (100%) , Gaps = 0/545 (0%) 
Strand=Plus/Minus 



Query 
Sbjct 


317 

128443 


AGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCGCCTGGCCGTGCCGCCCTTCGCCC 


376 

128384 


Query 
Sbjct 


377 

128383 


AGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCCGTACCTGCAGCACGAGATCGACC 


436 

128324 


Query 
Sbjct 


437 

128323 


TGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCCCCCACCCTACCAGGGCCCCTGCA 


496 

128264 


Query 
Sbjct 


497 

128263 


CCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACTGAACCGGGAGTCGGTGCGCGCAC 


556 

128204 


Query 
Sbjct 


557 

128203 


CCCCAAACAGAACCATCTTCGACAGTGACCTGATGGATAGTGCCAGGCTGGGCGGCCCCT 


616 

128144 


Query 
Sbjct 


617 

128143 


GnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTGCTACGGCAGCGGCGGGCGCATGG 


676 

128084 


Query 
Sbjct 


677 

128083 


AGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCACTACCCGGGGTCCTCCTTCCAGC 


736 

128024 


Query 
Sbjct 


737 

128023 


ACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGGGACCCGGCTCCACCACACACACA 


796 

127964 


Query 
Sbjct 


797 

127963 


TCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGAGAAGGATAAACAGAAAGGACACC 


856 

127904 


Query 
Sbjct 


857 

127903 


CTCTC 861 
127899 




Score 


= 107 


bits (54), Expect = 6e-20 
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Identities = 54/54 (100%), Gaps = 0/54 (0%) 
Strand=Plus/Minus 

Que ry 2 65 GAAGGATGCCTGTGGCCCTCGGAGAGCACAGTGTCAGGCAACGGAATCCCAGAG 318 
Sbjct 128929 128876 

>D gi|l5824468 | qb I AF3 0542 6 . 1 |AF3 0542 6 13 Homo sapiens solid tumor-associated 1 protc 

gene, complete cds 

Length=61505 

Score = 1039 bits (524), Expect = 0.0 
Identities = 545/545 (100%) , Gaps = 0/545 (0%) 
Strand=Plus/Plus 

Query 317 AGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCGCCTGGCCGTGCCGCCCTTCGCCC 376 

Sbjct 57303 57362 

Query 3 77 AGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCCGTACCTGCAGCACGAGATCGACC 43 6 

Sbjct 57363 57422 

Que ry 437 TGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCCCCCACCCTACCAGGGCCCCTGCA 4 96 

Sbjct 57423 57482 

Que ry 4 97 CCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACTGAACCGGGAGTCGGTGCGCGCAC 556 

Sbjct 57483 57542 

Query 557 CCCCAAACAGAACCATCTTCGACAGTGACCTGATGGATAGTGCCAGGCTGGGCGGCCCCT 616 

Sbjct 57543 57602 

Que ry 617 GnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTGCTACGGCAGCGGCGGGCGCATGG 676 

Sbjct 57603 57662 

Query 677 AGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCACTACCCGGGGTCCTCCTTCCAGC 73 6 

Sbjct 57663 57722 

Que ry 737 ACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGGGACCCGGCTCCACCACACACACA 796 

Sbjct 57723 57782 

Que ry 797 TCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGAGAAGGATAAACAGAAAGGACACC 856 

Sbjct 57783 57842 

Query 857 CTCTC 861 
Sbjct 57843 57847 



Score = 182 bits (92), Expect = le-42 
Identities = 92/92 (100%), Gaps = 0/92 (0%) 
Strarid=Plus/Plus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 233 
Sbjct 50270 50329 

Query 2 34 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAG 2 65 
Sbjct 50330 50361 



Score = 125 bits (63), Expect = 3e-25 
Identities = 63/63 (100%) , Gaps = 0/63 (0%) 
Strand=Plus/Plus 

Que ry 4 7 GG CAGCCCAATGTCTCCTGCACGTGCAACTGCAAACGCTCTTTGTTCCAGAGCATGGAGA 106 
Sbjct 367 426 
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Query 107 TCA 109 
Sbjct 427 . . . 429 



Score = 107 bits (54), Expect = 6e-20 
Identities = 54/54 (100%) , Gaps = 0/54 (0%) 
Strand=Plus/Plus 

Query 265 GAAGGATGCCTGTGGCCCTCGGAGAGCACAGTGTCAGGCAACGGAATCCCAGAG 318 
Sbjct 56817 56870 



Score = 63.9 bits (32), Expect = 8e-07 
Identities = 32/32 (100%), Gaps = 0/32 (0%) 
Strand=Plus/Plus 

Query 110 CGGAGCTGGAGTTTGTTCAGATCATCATCATC 141 
Sbjct 50206 50237 



Score = 56.0 bits (28), Expect = 2e-04 
Identities = 28/28 (100%) , Gaps = 0/28 (0%) 
Strand=Plus/Plus 

Query 1 ATGCACCGCTTGATGGGGGTCAACAGCA 2 8 
Sbjct 321 348 



> D qi I 55652999 [ref |XM 514746. l| B PREDICTED: Pan troglodytes LOC458363 (LOC458363) , 
Length=1059 

Score = 995 bits (502), Expect = 0.0 
Identities = 538/543 (99%) , Gaps = 0/543 (0%) 
Strand=Plus/Plus 

Query 319 CCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCGCCTGGCCGTGCCGCCCTTCGCCCAG 3 78 

Sbjct 454 513 

Query 379 CGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCCGTACCTGCAGCACGAGATCGACCTG 43 8 

Sbjct 514 C 573 

Query 43 9 CCACCCACCATCTCGCTGTCAGACGGGGAGGAGCCCCCACCCTACCAGGGCCCCTGCACC 4 98 

Sbjct 574 . .G G 633 

Que ry 4 99 CTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACTGAACCGGGAGTCGGTGCGCGCACCC 558 

Sbjct 634 693 

Que ry 559 CCAAACAGAACCATCTTCGACAGTGACCTGATGGATAGTGCCAGGCTGGGCGGCCCCTGn 618 

Sbjct 694 753 

Query 619 nnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTGCTACGGCAGCGGCGGGCGCATGGAG 678 

Sbjct 754 813 

Query 67 9 GGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCACTACCCGGGGTCCTCCTTCCAGCAC 73 8 

Sbjct 814 A 873 

Que ry 73 9 CAGCAGAGC AGTGGGCCGCCCTCCTTGCTGGAGGGGACCCGGCTCCACC ACACACACATC 798 

Sbjct 874 933 

Que ry 799 GCG CC C CTAGAGAGCGCAGC CATCTGGAGCAAAGAGAAGGATAAAC AGAAAGGACACCCT 858 

Sbjct 934 C 993 

Query 859 CTC 861 
Sbjct 994 . . . 996 
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Score = 107 bits (54) , Expect = 6e-20 
Identities = 54/54 (100%) , Gaps = 0/54 (0%) 
Strand=Plus/Plus 

Query 2 65 GAAGGATGCCTGTGGCCCTCGGAGAGCACAGTGTCAGGCAACGGAATCCCAGAG 318 
Sbjct 294 347 



> D qi I 73992626 | ref |XM 543070. 2| B PREDICTED: Canis familiaris similar to Transmembj 
androgen- induced protein (Solid tumor-associated 1 protein) 
(L0C485945) , mRNA 
Length=2142 

Score = 872 bits (440), Expect = 0.0 
Identities = 634/691 (91%), Gaps = 3/691 (0%) 
Strand=Plus/Plus 

Que ry 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 23 3 

Sbjct 471 G..C G 530 

Que ry 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCAC 2 93 

Sbjct 531 ...CA G C C G C G..C 590 

Query 2 94 AGTGTCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCG 353 

Sbjct 591 G G....G T T..GA 650 

Query 354 CCTGGCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCC 413 

Sbjct 651 C A C... C. 710 

Query 4 14 GTACCTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCC 473 

Sbjct 711 C G G 770 

Que ry 474 CCCACCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACT 53 3 

Sbjct 771 ...G G G G.. 830 

Query 534 GAACCGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGA 593 

Sbjct 831 C G G C 890 

Que ry 594 TAGTGCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTG 653 

Sbjct 891 C T.T 950 

Query 654 CTACGGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCA 713 

Sbjct 951 GG....T C 1010 

Query 714 CTACCCGGGGTCC TCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGA 77 0 

Sbjct 1011 CCGG C 1070 

Query 771 GGGGACCCGGCTCCACCACACACACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAA 83 0 

Sbjct 1071 C....G C G A....TGC 1130 



Query 831 AGAGAAGGATAAACAGAAAGGACACCCTCTC 861 
Sbjct 1131 . . .A C G 1161 



Score =44.1 bits (22), Expect =0.73 
Identities = 28/30 (93%), Gaps = 0/30 (0%) 
Strand=Plus/Plus 

Que ry 112 GAGCTGGAGTTTGTTCAGATCATCATC ATC 141 
Sbjct 409 G C 438 
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> D qi I 82524234 I emb [ CR956367 . 12 | 13 Pig DNA sequence from clone PigE-122C21 on chrome 

sequence 

Length=124577 

Score = 644 bits (325), Expect = 0.0 
Identities = 494/544 (90%) , Gaps = 3/544 (0%) 
S t rand=Plus/Minus 

Que ry 317 AGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCGCCTGGCCGTGCCGCCCTTCGCCC 3 76 
Sbjct 55054 C G G C 54995 

Query 3 77 AGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCCGTACCTGCAGCACGAGATCGACC 43 6 
Sbjct 54994 C C 54935 



Query 437 



TGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCCCCCACCCTACCAGGGCCCCTGCA 4 96 



Sbjct 54934 . . . .G G. 



54875 



Query 4 97 
Sbjct 54874 



CCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACTGAACCGGGAGTCGGTGCGCGCAC 556 
. G G G C G. 54815 



Query 557 CCCCAAACAGAACCATCTTCGACAGTGACCTGATGGATAGTGCCAGGCTGGGCGGCCCCT 616 
Sbjct 54814 ....G C C..C....T 54755 



Query 617 

Sbjct 54754 

Query 677 

Sbjct 54694 . . . .C. 



GnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTGCTACGGCAGCGGCGGGCGCATGG 676 



.GG. 



. CGCC . 



54695 



AGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCACTACCCGGG GTCCTCCTTCC 73 3 



54635 



Query 734 AGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGGGACCCGGCTCCACCACACAC 793 

Sbjct 54634 C...C G CG... 54575 

Query 7 94 ACATCGCGCCCCTAGAGAGCGCAGCCATCTGGAGCAAAGAGAAGGATAAACAGAAAGGAC 853 

Sbjct 54574 C..G..G A.G..GGC G .. ...G..C. 54515 



Query 854 
Sbjct 54514 



ACCC 857 
.... 54511 



Score = 125 bits (63), Expect = 3e-25 
Identities = 63/63 (100%), Gaps = 0/63 (0%) 
Strand=Plus/Minus 

Query 4 7 GGCAGCCCAATGTCTCCTGCACGTGCAACTGCAAACGCTCTTTGTTCCAGAGCATGGAGA 106 
Sbjct 104963 104904 

Query 107 TCA 109 

Sbjct 104903 . . . 104901 



Score = 91.7 bits (46), Expect = 3e-15 
Identities = 79/90 (87%), Gaps = 0/90 (0%) 
Strand=Plus/Minus 

Query 174 CACGTGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCA 233 
Sbjct 59532 C..T..C C..G 59473 

Que ry 234 GGGGCGGAGGAGAGAAGATGCCCTGTCCTC 263 
Sbjct 59472 . . .CA. .C. . . .G C..G 59443 



Score =60.0 bits (30), Expect = le-05 
Identities = 48/54 (88%) , Gaps = 0/54 (0%) 
Strand=Plus /Minus 
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Que ry 265 GAAGGATGCCTGTGGCCCTCGGAGAGCACAGTGTCAGGCAACGGAATCCCAGAG 318 
Sbjct 55548 C G G....GT...G 55495 



Score =48.1 bits (24), Expect = 0.047 
Identities = 27/28 (96%), Gaps = 0/28 (0%) 
Strand=Plus/Minus 

Query 1 ATGCACCGCTTGATGGGGGTCAACAGCA 2 8 
Sbjct 105009 A 104982 



>D qi|l8605637 |qb|BC023 0 92 . 1 1 lw ™ Mus musculus cDNA clone IMAGE : 3989996 , partial 
Length=107 9 

Score = 531 bits (268) , Expect = le-147 
Identities = 528/608 (86%) , Gaps = 12/608 (1%) 
Strand=Plus/Plus 

Query 17 8 TGCCTGCTGAGCCACTACAAGCTGTCTGCACGGTCCTTCATCAGCCGGCACAGCCAGGGG 23 7 

Sbjct 188 A..C..C A CC 247 

Query 2 3 8 CGGAGGAGAGAAGATGCCCTGTCCTCAGAAGGATGCCTGTGGCCCTCGGAGAGCACAGTG 297 

Sbjct 248 A C....GA G C A T..G... 307 

Query 2 98 TCAGGCAACGGAATCCCAGAGCCGCAGGTCTACGCCCCGCCTCGGCCCACCGACCGCCTG 357 

Sbjct 308 T G..G A T T A..C 364 

Query 358 GCCGTGCCGCCCTTCGCCCAGCGGGAGCGCTTCCACCGCTTCCAGCCCACCTATCCGTAC 417 

Sbjct 365 . . T C AT -..A A C..C... 415 

Query 418 CTGCAGCACGAGATCGACCTGCCACCCACCATCTCGCTGTCAGACGGGGAGGAGCCCCCA 4 77 

Sbjct 416 A..T.C A T..T 475 

Query 478 CCCTACCAGGGCCCCTGCACCCTCCAGCTTCGGGACCCCGAGCAGCAGCTGGAACTGAAC 53 7 

Sbjct 476 A T A G 535 

Query 53 8 CGGGAGTCGGTGCGCGCACCCCCAAACAGAACCATCTTCGACAGTGACCTGATGGATAGT 597 

Sbjct 536 A..T T...C.G T..A..C..C 595 

Que ry 598 GCCAGGCTGGGCGGCCCCTGnnnnnnnAGCAGTAACTCGGGCATCAGCGCCACGTGCTAC 657 

Sbjct 596 A...T G T C 655 

Que ry 658 GGCAGCGGCGGGCGCATGGAGGGGCCGCCGCCCACCTACAGCGAGGTCATCGGCCACTAC 717 

Sbjct 656 A T C 715 

Query 718 CCGGGGTCCTCCTTCCAGCACCAGCAGAGCAGTGGGCCGCCCTCCTTGCTGGAGGGGACC 777 

Sbjct 716 ..T..C A.. T.AC AT C....A 775 

Query 778 CGGCTCCA 785 
Sbjct 776 783 



Score = 111 bits (56) , Expect = 4e-21 
Identities = 71/76 (93%), Gaps = 0/76 (0%) 
Strand=Plus/Plus 

Query 4 7 GGCAGCCCAATGTCTCCTGCACGTGCAACTGCAAACGCTCTTTGTTCCAGAGCATGGAGA 106 
Sbjct 57 G C.G CC 116 

Query 107 TCACGGAGCTGGAGTT 122 
Sbjct 117 132 
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